Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.002 Å; R factor = 0.039; wR factor = 0.107; data-to-parameter ratio = 15.4.
The title molecule, C 25 H 22 F 6 N 2 O 3 , adopts an open conformation whereby the quinoline and carboxylate ester groups are orientated in opposite directions but to the same side of the piperidine ring so that the molecule has an approximate Ushape. The piperidine ring adopts a distorted boat conformation. In the crystal, inversion dimers linked by pairs of O-HÁ Á ÁO hydrogen bonds generate R 2 2 (14) loops.
Related literature
For background to the anti-mycobacterial activity of mefloquine, see: Gonçalves et al. (2010) ; Mao et al. (2007) ; Maguire et al. (2006) . For the synthesis, see: Grellepois et al. (2005) . For related structures, see: Gonçalves et al. (2011a,b) ; Wardell et al. ( , 2011a ; Pitaluga et al. (2010) . For ring conformations, see: Cremer & Pople (1975) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ).
Data collection: CrystalClear-SM Expert (Rigaku, 2011 ); cell refinement: CrystalClear-SM Expert; data reduction: CrystalClear-SM Expert; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 (Farrugia, 1997) and DIAMOND (Brandenburg, 2006) ; software used to prepare material for publication: publCIF (Westrip, 2010) .
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Comment
For some decades, in combination with other drugs, mefloquine has been used in the prevention and treatment of malaria (Maguire et al., 2006) . The activity of mefloquine has been investigated against other diseases more recently, for example, as anti-viral and anti-tubercular agents (Mao et al., 2007) . In continuation of on-going structural and biological studies on mefloquine derivatives (Gonçalves et al., 2010 (Gonçalves et al., , 2011a (Gonçalves et al., , 2011b Wardell, et al., 2010; Pitaluga et al., 2010) , we now report the crystal and molecular structure of the title compound, (I).
In the molecule of (I), Fig. 1 , the hydroxyl group lies to one side of the plane through the quinolinyl residue and the substituted piperidine ring to other with the carboxylate ester directed away from the rest of the molecule. The residues lie to the same side of the piperidine ring so that the molecule has a U-shape. The piperidine ring has a distorted boat conformation with ring puckering parameters: q 2 = 0.7644 (16) 
Refinement
The C-bound H atoms were geometrically placed (C-H = 0.95-1.00 Å) and refined as riding with U iso (H) = 1.2U eq (C).
The O-H H atom was located in a difference map and refined with O-H = 0.84±0.01 Å with U iso (H) = 1.5U eq (O).
supplementary materials sup-2 Figures   Fig. 1 . The molecular structure of (I) showing displacement ellipsoids at the 50% probability level. 
